
Figure S8 Phylogenetic trees with the amoA representative sequences (OTUs) from 

Dianchi Lake sediments (bold letter) and lakeshore water [6]. The numbers on the 

branch nodes represent percentage of bootstrap resamplings based on 1000 replicates 

(only ≥50% are shown). The scale bar indicates the number of nucleotide substitutions 

per site.  
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